Kindel was developed for inferring consensus of highly diverse populations of RNA viruses such as hepatitis C and HIV, and is tested with deep sequenced hepatitis C alignments generated by BWA-MEM and Segemehl (Otto, Stadler, and Hoffmann 2014) . Furthermore, Kindel may be used to quantify and visualise subconsensus variation in allele frequencies across a reference sequence, facilitating comparison of intrapatient population state among multiple individuals and/or timepoints. Kindel is implemented as a Python 3 package with a command line interface. 
